Supplementary Figure 2:
Q-Q plots of association statistics for the four Glioma GWAS datasets: (a-e), pre-imputation; (f-j), pre-imputation eigenstrat-adjusted; (k-o), postimputation; (p-t), post-imputation eigenstrat adjusted. FRE, French-GWAS; GER, German-GWAS; UK, UK-GWAS; USA, USA-GWAS; All, combined meta-analysis. (non GBM). Plots show association results of both genotyped (triangles) and imputed (circles) SNPs in the GWAS samples and recombination rates. −log 10 P values (y axes) of the SNPs are shown according to their chromosomal positions (x axes). The lead SNP being adjusted is shown as a large circle or triangle (if imputed or directly genotyped) and is labeled by its rsID. The color intensity of each symbol reflects the extent of LD with the top genotyped SNP, white (r 2 = 0) through to dark red (r 2 = 1.0). Genetic recombination rates, estimated using HapMap samples from Utah residents of western and northern European ancestry (CEU), are shown with a light blue line. Physical positions are based on NCBI build 37 of the human genome. Also shown are the relative positions of UCSC genes and transcripts mapping to the region of association. ). A) Summary characteristics of the four GWAS datasets, B) Details of imputation. * Passing filters of Information score > 0.7 and hardyweinberg equilibrium P > 1x10 -5 in controls. MAF, minor allele frequency. Table 4 : Association between genotype and glioma risk for candidate SNPs selected for further investigation. Odds ratios derived with respect to the minor allele, highlighted in bold. MAF, minor allele frequency in discovery series. Shown are discovery association P values from metaanalysis of four GWAS datasets, as well as replication and combined meta-analysis P values for SNPs taken forward for replication genotyping. Status indicates whether SNP taken forward for replication genotyping (1, not taken forward for replication as poor concordance between imputed and sequenced genotype; 2, not taken forward for replication as repetitive region prevented design of successful genotyping primers; 3, taken forward for replication). Associations in the combined meta-analysis reaching genome-wide significance (i.e. P < 5x10 -8 ) are highlighted in bold. 
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